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Very little information is available on the diversity and structure of microbial 
communities in marine subtidal sediments, especially for micro-eukaryotes. In the 
framework of the Belgian MICROMET project, we investigated spatial (9 subtidal 
stations, top 0-1cm vs bottom 9-10cm) and seasonal (February vs July) variation 
patterns in the molecular diversity of archaeal, bacterial and eukaryotic communities in 
the Belgian Continental Plate (BCP) in relation to sediment granulometry, geochemistry 
and metal contamination. Microbial diversity was determined using DGGE and clone 
libraries based on the SSU rDNA gene; metals were determined using DET/DGT. 
Sediments ranged from sandy and well oxygenated to muddy, anoxic and heavily metal 
contaminated. Eukaryotic diversity was surprisingly high (20-50 phylotypes per station) 
and was dominated by Stramenopila (mainly diatoms), unidentified (or ambiguously 
identified) marine Eukaryotes, Metazoa and Fungi. Protozoa (Alveolata, Cercozoa, 
Foraminifera) were found in a lesser degree. While no clear trends in eukaryotic 
diversity between stations or seasons were found, community composition showed 
pronounced differences between sandy and muddy stations; spatial variation in diversity 
is much more pronounced in sandy stations. Seasonal differences were less marked. 
Archaeal diversity was very low to non-detectable in all stations. Bacterial diversity was 
dominated by γ- and δ-Proteobacteria and CFB bacteria; eubacterial diversity was 
significantly reduced in the muddy sediments. 
